For example:
LEFTY2 NM 003240 slc28214 chr1 10 43 miR-302a/302b/302c/302d/372/373/520e/520a-3p/520b/520c-3p/520d-3p/302e
hsa-miR-302a aguGGU--UUUGUA-CCUUCGUGAAu ||| | ||| |||||||| cgtCCATCACCCATCCTAAGCACTTa -0. Supplemental Figure S2 : CCRs in coding regions are generally less effective in target downregulation than CCRs in 3 UTRs. Similar to figure 2d,e in the manuscript, we performed a CDF analysis of genes with miR-302/367 CCR sites in their coding regions (184 genes) and similarly for genes with miR-302/367 CCRs in their 3 UTRs (654 genes). These gene sets were mutually exclusive such that genes with miR-302/367 CCRs in both coding region and 3 UTR were excluded from the analysis. We found that the extent of target upregulation following miR-302/367 inhibition for genes with coding region targets (green) is significantly smaller than genes with 3 UTR target sites (blue). KS p-value=0.0334 for the difference between coding-region set and background and the p-value=0.000111 for the difference between coding-region and 3 UTR. Supplemental Figure S6 : Identification of the high confidence miR-302/367 targets. CDF plots demonstrating the enrichment of both gene upregulation and number of crosslinked reads in the set of highconfidence targets. The list of 146 high-confidence targets was defined as described in the text (Fig. 3a) and compared to the respective background datasets. (a) Among the set of 622 miR-302/367 targets that are upregulated by more than 0.2 log change upon miR-302/367 inhibition (blue circle in Fig. 3a) , the 146 high-confidence targets (green line) are significantly more upregulated than the remaining 476 targets (pvalue ≤ 3.72e − 7, KS-test). (b) Similarly, among 734 genes identified in the PAR-CLIP experiment (green circle in Fig. 3a ) the set of high-confidence 146 miR-302/367 targets (green line) are enriched for crosslinked sequence reads (p-value ≤ 1.62e − 5, KS-test) relative to the remaining 588 targets. 
